
    

ᵝᘧᵝᘧᵝᘧᵝᘧ CCCC----19191919    
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◊✲ᡂᯝࡢᴫせ㸸  ㌿෗㓝⣲ RNA ࡢ࡜㌿෗ᅉᏊࠊࡣ㑅ᢥࡢ⩌㌿෗ᑐ㇟㑇ఏᏊࡢࢮ࣮࣓࣏ࣛࣜ
┦஫స⏝࡚ࡗࡼ࡟Ỵᐃࠋࡿࢀࡉ⣙ 300 ✀㢮ࡢ኱⭠⳦㌿෗ᅉᏊࠊࡕ࠺ࡢ⣙ 100 ▱ไᚚᶵ⬟ᮍࡣ✀
ࠊƫࡣ࡛✲◊ᮏࠋࡿ࠶࡛ ⬟ᮍ▱㌿෗ᅉᏊࡀㄆ㆑ࡿࡍ㓄ิࡽ࠿ไᚚᶵ⬟ྠࢆᐃࡿࡍ Genomic SELEX
ἲࢆ㛤Ⓨࠋࡓࡋ⣧໬㌿෗ᅉᏊࢆ฼⏝ࡓࡋゎᯒྛࠊࡽ࠿㌿෗ᅉᏊࡢไᚚᑐ㇟㑇ఏᏊ⩌ྠࡢᐃ࡟ᡂ
ຌ࣒ࣀࢤࠊ࡛࡜ࡇࡓࡋ㌿෗ໟᣓไᚚࡢ඲ㇺゎ᫂ࡢᒎᮃࡀ㛤ࠋࡓࡅ 
 

஺௜㢠 
                               㸦㔠㢠༢఩㸸෇㸧 

 ┤᥋⤒㈝ 㛫᥋⤒㈝ ྜ ィ 

㸰㸮㸮㸴ᖺᗘ 5,500,000 1,650,000 7,150,000 

㸰㸮㸮㸵ᖺᗘ 4,800,000 1,440,000 6,240,000 

㸰㸮㸮㸶ᖺᗘ 5,000,000 1,500,000 6,500,000 

ᖺᗘ    

  ᖺᗘ    

⥲ ィ 15,300,000 4,590,000 19,890,000 

 

◊✲ศ㔝㸸」ྜ᪂㡿ᇦ 

 Ꮫ⛉࣒ࣀࢤ♏Ꮫ࣭ᇶ⛉࣒ࣀࢤศ⛉࣭⣽┠㸸ࡢ㈝◊⛉

 Ⓨ⌧ไᚚࠊ⳦⣽ࠊ㑇ఏᏊࠊ㌿෗ࠊㄪ⠇࣒ࣀࢤ㸸ࢻ࣮࣮࣡࢟

 
㸯㸬◊✲㛤ጞᙜึࡢ⫼ᬒ 
21ࠊࡢᚋࡓࢀࡉゎ᫂ࡀ඲ᵓ㐀࣒ࣀࢤ  ୡ⣖ࡢ⏕࿨
⛉Ꮫࡢᨷ✲┠ᶆ࡟࣒ࣀࢤࠊࡣᏑᅾࡿࡍ඲㑇ఏᏊࡢ
⏕⌮ᶵ⬟ྠࢆᐃࡓࡲࠊࡋⓎ⌧ࡋ฼⏝ࡿࢀࡉ㑇ఏᏊ
࠺ࡇࠋࡓࡗ࠶࡛࡜ࡇࡿࡍゎ᫂ࢆᶵᵓࡿࢀࡉ㑅ᢥࡀ
ಶู㑇ఏᏊࠊࡣ࡟✲◊ࡿ▱ࢆ඲యീࡢ࣒ࣀࢤࡓࡋ
⳦⭠኱࠸࡞ᑡࡀᩘ⥲㑇ఏᏊ࣒ࣀࢤࠊࡃከࡀ᝟ሗࡢ
᫬௦⫼ᬒࡓࡋ࠺ࡑࠋࡓࡗ࠶࡛㇟ᑐ✲◊ࡢ᱁ዲࠊࡣ
⣙ࡢ࣒ࣀࢤ⳦⭠኱࣭≀⏕ࣝࢹࣔࠊ࡛ 4,400 㑇ఏࡢ
Ꮚࠊࡀ⏕Ꮡ⎔ቃ࡟ᛂࡽ࠿࣒ࣀࢤࠊ࡚ࡌ㌿෗ࡿࡍࢆ
㑇ఏᏊ⩌ࢆ㑅ᢥࡿࡍᶵᵓࡢゎ᫂ࢆ┠ᣦࡓࡋ◊✲࡛
ඛ㝕ࡢ࿨⛉Ꮫ⏕ࡢ᫬௦ࢫ࢚ࣥࢡ࣮ࢩ࣒ࣀࢤࢺࢫ࣏
 ࠋࡓࡋࢆỴពࡿࡁࢆ
 
㸰㸬◊✲ࡢ┠ⓗ 
 ኱⭠⳦ࡢ࣒ࣀࢤ 4,400 㑇ఏᏊࡽ࠿㌿෗ࡿࢀࡉ㑇
ఏᏊࡢ㑅ᢥᶵᵓࠊ࡚࠸ࡘ࡟◊✲௦⾲⪅࣭▼὾ࠊࡣ㌿

෗㓝⣲ RNA ఍ࡢ࡜㌿෗ᅉᏊࠊࡀࢮ࣮࣓࣏ࣛࣜ
Ỵᐃ࡛࡜ࡇࡿࡍ㑅ᢥࢆ㑅ᢥᑐ㇟㑇ఏᏊࠊ࡛ྜ
ド᳨ࢆㄽ⌮ࠋࡓ࠸࡚ࡋᥦၐࢆㄽ⌮ࡢ࡜ࡿࢀࡉ
⣙ࡿ࠸࡚ࢀࡉண᝿࡟⳦⭠኱ࠊࡣⓗ࡛┠ࡿࡍ
300 ไᚚࡋᨭ㓄ࡀࢀࡒࢀࡑࡢ㌿෗ᅉᏊࡢ✀
⨶⥙ࢆไᚚᵝᘧࡢࡑࠊࡋᐃྠࢆ⩌㑇ఏᏊࡿࡍ
ⓗ࡟ゎᯒࡀ࡜ࡇࡿࡍồࠋࣔࡿࢀࡽࡵ ≀⏕ࣝࢹ
✲◊ࠊࡶ࡛⳦⭠኱ࡓ᮶࡚ࢀࡉゎ⌮ࡶ࡚᭱ࡋ࡜
㛤ጞ᫬࡛ࠊࡣ⣙ 100 ✀㢮ࡢ㌿෗ᅉᏊ࡚࠸ࡘ࡟
ࠊƫࡣ ⬟ᮍ▱࡛ࠋࡓࡗ࠶ᚑࠊ࡚ࡗ኱⭠⳦඲㌿
෗ᅉᏊࡢไᚚᶵ⬟ゎᯒ࣒ࣀࢤࡿࡼ࡟㌿෗ไ
ᚚࡢ඲యീ⌮ゎࢆ┠ᣦࠊ࡚ࡋᮏ◊✲࡛ࡣƫࠊ
⬟ᮍ▱㌿෗ᅉᏊ඲ 100 ⩌ᨭ㓄ୗ㑇ఏᏊࡢ✀
ࡵࡓࡢࡑࠊࡋᣦ┠ࢆゎ᫂ࡢไᚚᶵᵓ࡜ᐃྠࡢ
ࢆᵓ᝿✲◊ࡓࡵྵࢆ㈨ᮦ㛤Ⓨ࡜ᐇ㦂᪉ἲࡢ
ᥦ᱌ࠋࡓࡋ 
 

◊✲✀┠㸸ᇶ┙◊✲䠄B䠅 

◊✲ᮇ㛫㸸2006㹼2008 

ㄢ㢟␒ྕ㸸㸯㸶㸱㸯㸮㸯㸱㸱 

◊✲ㄢ㢟ྡ㸦࿴ᩥ㸧 ኱⭠⳦䛾඲䛶䛾ᶵ⬟ᮍ▱㌿෗ᅉᏊ䛾ᨭ㓄ୗ㑇ఏᏊ⩌䛾ྠᐃ䛸 

  ไᚚᵝᘧ䛾ゎ᫂ 

◊✲ㄢ㢟ྡ㸦ⱥᩥ㸧 Identification of Regulation Targets and Analysis of  

  Regulation Modes by Uncharacterized Transcription Factors from Escherichia coli 
◊✲௦⾲⪅ 

 ▼὾ ᫂ (ISHIHAMA AKIRA) 

ἲᨻ኱Ꮫ࣭⏕࿨⛉Ꮫ㒊࣭ᩍᤵ 

 ◊✲⪅␒ྕ㸸㸶㸮㸮㸯㸷㸶㸴㸷 

 



 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
㸱㸬◊✲ࡢ᪉ἲ 
 ᮏ◊✲࡛ࠊࡣᶵ⬟ᮍ▱㌿෗ᅉᏊࡢᨭ㓄ୗ㑇ఏᏊ
௨ୗࠊ࡚ࡋᣦ┠ࢆゎ᫂ࡢ㌿෗ไᚚᵝᘧࢆᐃྠࡢ⩌
 ࠋࡓࡋᥦၐࢆᵓ᝿✲◊ࡢ
㸦㸯㸧ᶵ⬟ᮍ▱㌿෗ᅉᏊ඲ 100 ⌧Ⓨࡢ㑇ఏᏊࡢ✀
 ࠋࡿࡍ⣧໬⢭〇ࢆⓑ⺮ࠊࡋᵓ⠏ࢆ࣮ࣥࣟࢡ
㸦㸰㸧⣧໬㌿෗ᅉᏊࢆ฼⏝ࠊࡋඛ࡟ᡃࡀࠎ㛤Ⓨࡋ
ࡓ Genomic SELEX ἲ࡛ྛࠊ㌿෗ᅉᏊࡀㄆ㆑⤖ྜࡍ
ࡿ DNA ሷᇶ㓄ิࢆỴᐃࠋࡿࡍ 
㸦㸱㸧㌿෗ᅉᏊ⤖ྜ㒊఩࡟㞄᥋ࡿࡍ㑇ఏᏊ⩌ࡢヨ
㦂㌿෗ᅉᏊࡿࡼ࡟ไᚚࠊࢆin vitro ཬࡧ in vivo
୧㠃࡛ゎᯒࡋⅬ᳨ࠋࡿࡍ 
㸦㸲㸧㌿෗ᅉᏊࡢ⣽⬊ෆ⃰ᗘࢆᐃ㔞ⓗ Western ἲ
࡛ィ ࡢࡑࡓࡲࠊࡋάᛶไᚚ࡟ᙳ㡪ࡿࡍせᅉ࣭せ
⣲ࠊࢆPhenotype Microarray  ࠋࡿࡍ᥈⣴࡛࣒ࢸࢫࢩ
㸦㸳㸧ࠊ࡚ࡋྜ⤫ࢆࡽࢀࡇᶵ⬟ᮍ▱㌿෗ᅉᏊ 100
ࢆࣝࢹࣔࡿࡍ㛵࡟ࡾࢃ㛵ࡢ࡬㌿෗ไᚚ࣒ࣀࢤࡢ✀
ᥦၐࠋࡿࡍ 
 
㸲㸬◊✲ᡂᯝ 
 ୖグࡢ◊✲ィ⏬࡛ࠊ㸱ᖺ㛫ࢆ✲◊࡚ࡗࡓࢃ࡟ᐇ
᪋ࠊࡋ௨ୗࡢᡂᯝࢆᚓࠋࡓ 

㸦㸯㸧኱⭠⳦㌿෗ᅉᏊ300✀ࡢ✀290ࠊࡕ࠺ࡢⓎ⌧

⣔࡟✀280ࠊࡋ❧☜ࢆ㛵ࡣ࡚ࡋ⢭〇⣧໬ࠋࡓࡋ 

㸦㸰㸧⣧໬㌿෗ᅉᏊࠊ࡜኱⭠⳦࣒ࣀࢤDNA᩿∦ΰྜ

DNAሷᇶ㓄ࡿࡍྜ⤖ㄆ㆑ࡀ㌿෗ᅉᏊࠊ࡚ࡋ⏝฼ࢆ≀

DNA microarrayࠊ࡜Genomic SELEXἲࡿࡍỴᐃࢆิ

ࡿࡍᐃྠࢆ㓄ิ⏤᮶ࡢୖ࣒ࣀࢤ࡚ࡋ⏝฼ࢆ

SELEX-chipἲࢆ㛤Ⓨࠋࡓࡋ 

㸦㸱㸧㌿෗ᅉᏊ⤖ྜ㓄ิࠊࡽ࠿ไᚚᨭ㓄ୗ㑇ఏᏊ

 ࠋࡓࡋ❧☜ࢆ᪉ἲࡿࡍ ணࢆ⩌

㸦㸲㸧 ᶵ⬟ᮍ▱㌿෗ᅉᏊ100✀ࡰ࡯ࢆ඲࡚⣧໬ࠊࡋ

Genomic SELEX࡜SELEX-chipゎᯒࢆᐇ᪋ࠊࡋᑡࡃ࡞

ᐃ≉ࠊ࡛ࡅࡔ⣧໬㌿෗ᅉᏊࠊࡣ࡚࠸ࡘ࡟ศ༙ࡶ࡜

㑇ఏᏊ⩌ࢆᶆⓗࢆ࡜ࡇࡿࡍྜ⤖࡚ࡋ࡜ᐇドࠋࡓࡋ 

㸦㸳㸧⣧໬⺮ⓑࠊࡣ࡛ࡅࡔ≉ᐃDNAࡢㄆ㆑⤖ྜࢆ♧

ࡍ௜୚ࢆᛶ␗≉ࠊࡣ࡚࠸ࡘ࡟㌿෗ᅉᏊࡓࡗ࠿࡞ࡉ

ࡋPhenotype Microarray࡛᥈⣴ࠊࢆせ⣲࣭せᅉࡿ

 ࠋࡓ

㸦㸴㸧ゎᯒ㌿෗ᅉᏊḞᦆ኱⭠⳦ኚ␗⣔⤫ࢆ฼⏝ࠊࡋ

⏕యෆ࡛ࠊࡢヨ㦂㌿෗ᅉᏊࡿࡼ࡟ண ᨭ㓄

ୗ㑇ఏᏊ⩌ࡢไᚚࠊࡣ࡚࠸ࡘ࡟Northern 

blotἲࠊ࡛࡝࡞mRNAࢆ┤᥋ィ ࡛࡜ࡇࡿࡍ

ᐇドࠋࡓࡋ 

㸦㸵㸧ከᩘࡢ㌿෗ᅉᏊࡢᨭ㓄ୗ㑇ఏᏊ⩌ࢆ

ྠᐃฟ᮶ࠊ࡛࡜ࡇࡓከࡢࡃ᪂࠸ࡋᴫᛕࢆⓎ

ぢࠋࡓࡋ౛1○ࠊࡤ࠼ 10✀㢮௨ୖ࣮ࣔࣟࣉࡢ

ࡢໟᣓ㌿෗ᅉᏊࠖࠕ✀᪂ࡿࡍᨭ㓄ࢆ⩌࣮ࢱ

Ⓨぢ2○ࠊ 10✀㢮௨ୖࡢࡶ㌿෗ᅉᏊࡢไᚚࢆ

Ⓨぢࡢ࣮ࠖࢱ࣮ࣔࣟࣉከᅉᏊᨭ㓄ࠕࡿࡅཷ

3○ࠊ ㌿෗ᅉࡢู࡟㌿෗ᅉᏊᨭ㓄ୗࡢࡘ࡜ࡦ

Ꮚ㑇ఏᏊࠕࡿࢀࡲྵࡀ㌿෗ᅉᏊ࣮࣡ࢺࢵࢿ

᪂ࡢ㌿෗ไᚚࡢ⬊ཎ᰾⣽ࠊ࡝࡞Ⓨぢࡢࠖࢡ

 ࠋࡓฟ᮶ࡀ࡜ࡇࡿࡍ࡟࠿ࡽ᫂ࢆᒁ㠃࠸ࡋ

 
 
 
 
 
 
 
 
 
 
 
 
 
㸦㸶㸧ᶵ⬟ᮍ▱㌿෗ᅉᏊࡢゎᯒ࡟ຍࠊ࡚࠼
⏕⌮ᶵ⬟ࡿ࠸࡚ࢀࡽ▱ࡀ➃୍ࡢ㌿෗ᅉᏊ
ࠊࢁࡇ࡜ࡓࡗ࡞⾜ࢆゎᯒࡶ࡚࠸ࡘ࡟㒊୍ࡢ
᪤▱ᶆⓗ௨እࠊࡶ࡟ከᩘࡢ㑇ఏᏊࢆไᚚࡋ
ࠊࡣ௒ᚋࠊ࡚ࡗᚑࠋࡓࡋุ᫂ࡀ࡜ࡇࡿ࠸࡚
ไᚚᶵ⬟᪤▱㌿෗ᅉᏊ⣙200✀ࠊࡶ࡚࠸ࡘ࡟
ゎᯒࢆᗈࠋࡓࡋ࡜࡜ࡇࡿࡆ 
  
 ᮏ◊✲ࢆⓎᒎࡢ≀⏕ࡢࡘ࡜ࡦࠊ࡚ࡏࡉ඲
ᐃྠࡢ⩌ㄪ⠇ᶆⓗ㑇ఏᏊࡢ㌿෗ᅉᏊࡢ࡚
ࡓ᪂ࠊࡍᣦ┠ࢆゎ᫂ࡢ඲ㇺࡢไᚚᶵᵓࠊ࡜
 ࠋࡓࢀࡲ⏕ࡀᨷ✲┠ᶆ࡞
 
㸳㸬୺࡞Ⓨ⾲ㄽᩥ➼ 
㸦◊✲௦⾲⪅ࠊ◊✲ศᢸ⪅ཬࡧ㐃ᦠ◊✲⪅
 ୗ⥺㸧ࡣ࡟
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